APPENDIX A 

Sequence of human FDGF receptor ceia 



TGTTCTCCTGAGCCTTCAGGAGCCTGCACCAGTCCTGCCTGTCCTTCTACTC 52 
AGCTGTTACCCACTCTGGGACCAGCAGTCTTTCTGAT AACTGGGAGAGGGCAGT AAGG AGGACTTCC 119 
TGGAGGGGGTGACTGTCCAGAGCCTGGAACTGTGCCCAC ACC AG AAGCCATC AGCAGCAAGGACACC 186 





ATG 


CGG 


CTT 


CCG 


GGT 


GCG 


ATG 


CCA 


GCT 


CTG 


GCC 


CTC 


AAA 


GGC 


GAG 


CTG 


CTG 


237 




Met 


Arg 


Leu 


Pro 


Gly 


Ala 


Met 


Pro 


Ala 


Leu 


Ala 


Leu 


Lys 


Gly 


Glu 


Leu 


Leu 


-15 


u 


TTG 


CTG 


TCT 


CTC 


CTG 


TTA 


CTT 




GAA 


CCA 


CAG 


ATC 


TCT 


CAG 


GGC 


CTG 


GTC 


288 




Leu 


Leu 


Ser 


Leu 


Leu 


Leu 


Leu 


Leu 


Glu 


Pro 


Gin 


lie 


Ser 


Gin 


Gly 


Leu 


Val 


2 


as; :; 


GTC 


ACA 


CCC 


CCG 


GGG 


CCA 


GAG 


CTT 


GTC 


CTC 


AAT 


GTC 


TCC 


AGC 


ACC 


TTC 


GTT 


339 


\f 


Val 


Thr 


Pro 


Pro 


Gly 


Pro 


Glu 


Leu 


val 


Leu 


A3n 


Val 


Ser 


Ser 


Thr 


Phe 


Val 


19- 




CTG 


ACC 


TGC 


TCG 


GGT 


'"CA 


GCT 


CCG 


GTG 


GTG 


TGG 


GAA 


CGG 


ATG 


TCC 


CAG 


GAG 


390 




Leu 


Thr 


Cys 


Ser 


Gly 


Ser 


Ala 


Pro 


Val 


Val 


Trp 


Glu 


Arg 


Met 


Ser 


Gin 


Glu 


36 


_ 


CCC 


CCA 


CAG 


GAA 


ATG 


■ — 


AAG 


GCC 


CAG 


GAT 


GGC 


ACC 




TCC 


AGC 


GTG 


CTC 


441 




Pro 


Pro 


Gin 


Glu 


Met 


Ala 


Lys 


Ala 


Gin 


Asp 


Gly 


Thr 


Phe 


Ser 


Ser 


Val 


Leu 


53 




ACA 


CTG 


ACC 


AAC 


CTC 


ACT 


GGG 


CTA 


GAC 


ACG 


GGA 


GAA 


TAC 


TTT 


TGC 


ACC 


CAC 


492 


. s-v 


Thr 


Leu 


Thr 


Asn 


Leu 


Thr 


Gly 


Leu 


Asp 


Thr 


Gly 


Glu 


Tyr 


Phe 


Cys 


Thr 


His 


70 


1:3 


AAT 


GAC 


TCC 


CGT 


GGA 


CTG 


GAG 


ACC 


GAT 


GAG 


CGG 


AAA 


CGG 


CTC 


TAC 


ATC 


TTT 


S43 


M 


Asn 


Asp 


Ser 


Arg 


Gly 


Leu 


Glu 


Thr 


Asp 


Glu 


Arg 


Lys 


Arg 


Leu 


Tyr 


He 


Phe 


87 




GTG 


CCA 


GAT 


CCC 


ACC 


GTG 


GGC 




CTC 


CCT 


AAT 


GAT 


GCC 


GAG 


GAA 


CTA 


TTC 


594 




Val 


Pro 


Asp 


Pro 


Thr 


Val 


Gly 


Phe 


Leu 


Pro 


Asn 


Asp 


Ala 


Glu 


Glu 


Leu 


Phe 


104 




ATC 


TTT 


CTC 


ACG 


GAA 


ATA 


ACT 


GAG 


ATC 


ACC 


ATT 


CCA 


TGC 


CGA 


GTA 


ACA 


GAC 


645 




lie 


Phe 


Leu 


Thr 


Glu 


lie 


Thr 


Glu 


lie 


Thr 


He 


Pro 


Cys 


Arg 


Val 


Thr 


Asp 


121 




CCA 


CAG 


CTG 


GTG 


GTG 


ACA 


CTG 


CAC 


GAG 


AAG 


AAA 


GGG 


GAC 


GTT 


GCA 


CTG 


CCT 


696 




Pro 


Gin 


Leu 


Val 


Val 


Thr- 


Leu 


His 


Glu 


Lys 


Lys 


Gly 


Asp 


Val 


Ala 


Leu 


Pro 


138 




GTC 


CCC 


TAT 


GAT 


CAC 


CAA 


CGT 


GGC 




TCT 


GGT 


ATC 




GAG 


GAC 


AGA 


AGC 


747 




Val 


Pro 


Tyr 


Asp 


His 


Gin 


Arg 


Gly 


Phe 


Ser 


Gly 


He 


Phe 


Glu 


Asp 


Arg 


Ser 


155 




TAC 


ATC 


TGC 


AAA 


ACC 


ACC 


ATT 


GGG 


GAC 


AGG 


GAG 


GTG 


GAT 


TCT 


GAT 


GCC 


TAC 


798 




Tyr 


lie 


Cys 


Lys 


Thr 


Thr 


lie 


Gly 


Asp 


Arg 


Glu 


Val 


Asp 


Ser 


Asp 


Ala 


Tyr 


172 




TAT 


GTC 


TAC 


AGA 


CTC 


CAG 


GTG 


TCA 


TCC 


ATC 


AAC 


GTC 


TCT 


GTG 


AAC 


GCA 


GTG 


849 




Tyr 


Val 


Tyr 


Arg 


Leu 


Gin 


Val 


Ser 


Ser 


lie 


Asn 


Val 


Ser 


Val 


Asn 


Ala 


Val 


189 




CAG 


ACT 


GTG 


GTC 


CGC 


CAG 


GGT 


GAG 


AAC 


ATC 


ACC 


CTC 


ATG 


TGC 


ATT 


GTG 


ATC 


900 




Gin 


Thr 


Val 


Val 


Arg 


Gin 


Gly 


Glu 


A3n 


He 


Thr 


Leu 


Met 


Cys 


He 


Val 


He 


206 




GGG 


AAT 


GAT 


GTG 


GTC 


AAC 




GAG 


i\JU 


ACA 


TAC 


C^r* 


CGC 


AAA 


GAA 


AGT 


GGG 


951 




31 y 


Asn 


Asp 


Val 


Val 


Asn 


Phe 


Glu 




"h — 


*" ' • * V 


Pro 


Arg 


LY3 


Glu 


Ser 


Gly 


223 




CGG 


CTG 


GTG 


GAG 




GTG 


ACT 


GAC 


TTC 


CTC 


- * J 


GAT 


ATG 




TAC 


CAC 


ATC 


1002 




Arg 


Leu 


Val 


Glu 


Pro 


Val 




Asp 


Phe 


Leu 


Leu 


Asp 


Met 


Pro 


Tyr 


His 


He 


240 




CGC 


TCC 


ATC 


v. » o 


CAC 


ATC 


CCC 


AGT 


GCC 


GAG 


TTA 


GAA 


GAC 


TCG 


>OVJVJ 


ACC 


TAC 


1053 



cv 



Arg Ser lie Leu Kis lie ?ro Ser Ala Glu leu 3iu Asp 5er Gly Thr Tyr 257 

.-.CC TGC AAT C-TG ACS GAG AGT GIG AAT GAC CAT CAG GAT GAA AAG C-CC ATC 1104 

Thr Cys Asn Val Thr Glu Ser Vai Asn Asp His Gin Asp Glu Lys Ala lie 27 4 

AAC ATC ACC GTG GTT GAG AGC GGC TAC GTG CGG CTC CTG GGA GAG GTG GGC 1155 

Asn lie Thr Val Val Glu Ser Gly Tyr Val Arg leu leu Gly Glu Val Gly 291 

ACA CTA CAA TTT GCT GAG CTG CAT CGG AGC CGG ACA CTG CAG GTA GTG TTC 1206 

Thr Leu Gin Phe Ala Glu leu His Arg Ser Arg Thr Leu Gin Vai Val ?he 308 

GAG GCC TAC CCA CCG CCC ACT GTC CTG TGG TTC AAA GAC AAC CGC ACC CTG 1257 

Glu Ala Tyr Pro Pro Pre Thr Val leu Trp Phe Lys Asp Asn Arg Thr Leu 325 

GGC GAC TCC AGC GCT GGC GAA ATC GCC CTG TCC ACG CGC AAC GTG TCG GAG 1308 

Gly Asp Ser Ser Ala Gly Glu lie Ala Leu Ser Thr Arg Asn Val Ser Glu 342 

ACC CGG TAT GTG TCA GAG CTG ACA CTG GTT CGC GTG AAG GTG GCA GAG GCT 1359 

Thr Arg Tyr Val Ser Glu leu Thr leu Val Arg Val Lys Val Ala Glu Ala 359 

GGC CAC TAC ACC ATC- CGG GCC TTC CAT GAG GAT GCT GAG GTC CAG CTC TCC 1410 

Gly His Tyr Thr Met Arg Ala Phe His Glu Asp Ala Glu Val Gin leu Ser 37 6 

TTC CAG CTA CAG ATC AAT GTC CCT GTC CGA GTG CTG GAG CTA AGT GAG AGC 14 61 

Phe Gin Leu Gin lie Asn Val Pro Val Arg Val Leu Glu Leu Ser Glu Ser 393 

CAC CCT GAC AGT GGG GAA CAG ACA GTC CGC TGT CGT GGC CGG GGC ATG CCG 1512 

His Pro Asp Ser Gly Glu Gin Thr Val Arg Cys Arg Gly Arg Gly Met Pro 410 

CAG CCG AAC ATC ATC TGG TCT GCC TGC AGA GAC CTC AAA AGG TGT CCA CGT 1563 

Gin Pro Asn lie lie Trp Ser Ala Cys Arg Asp Leu Lys Arg Cys Pro Arg 427 

GAG CTG CCG CCC ACG CTG CTG GGG AAC AGT TCC GAA GAG GAG AGC CAG CTG 1614 

Glu Leu Pro Pro Thr Leu Leu Gly Asn Ser Ser Glu Glu Glu Ser Gin Leu 444 

GAG ACT AAC GTG ACG TAC TGG GAG GAG GAG CAG GAG TTT GAG GTG GTG AGC 1665 

Glu Thr Asn Val Thr Tyr Trp Glu Glu Glu Gin Glu Phe Glu Val Val Ser 461 

ACA CTG CGT CTG CAG CAC GTG GAT CGG CCA CTG TCG GTG CGC TGC ACG CTG 1716 

Thr Leu Arg Leu Gin Kis Val Asp Arg Pro Leu Ser Val Arg Cys Thr Leu 478 

CGC AAC GCT GTG GGC CAG GAC ACG CAG GAG GTC ATC GTG GTG CCA CAC TCC 17 67 

Arg Asn Ala Val Gly Gin Asp Thr Gin Glu Val lie Val Val' Pro His Ser 495 

TTG CCC TTT AAG GTG GTG GTG ATC TCA GCC ATC CTG GCC CTG GTG GTG CTC 1818 

Leu Pro Phe Lys Val Val Val He Ser Ala He Leu Ala Leu val Val Leu 512 

ACC ATC ATC TCC CTT ATC ATC CTC ATC ATG CTT TGG CAG AAG AAG CCA CGT 1869 

Thr lie He Ser Leu lie lie Leu lie Met Leu Trp Gin Lys Lys Pro Arg 529 

TAC GAG ATC CGA TGG AAG GTG ATT GAG TCT GTG AGC TCT GAC GGC CAT GAG 1920 

Tyr Glu lie Arg Trp Lys Val ;ie Glu Ser Val Ser Ser Asp Gly His Glu 546 

TAC ATC TAC GTG GAC CCC ATG CAG CTG CCC TAT GAC TCC ACG TGG GAG CTG 1971 

Tyr lie Tyr Val Asp Pro Met Gin Leu Pro Tyr Asp Ser Thr Trp Glu Leu 563 

CCG CGG GAC CAG CTT GTG CTG GGA CGC ACC CTC GGC TCT GGG C-CC TTT GGG 2022 

Pro Arg Asp Gin Leu Val Leu Gly Arg Thr Leu Gly Ser Gly Ala Phe Gly 580 



CAG 
3 In 


GTG 

Val 


GTG 
Vai 


GAG 


GCC 

Ala 


ACA 


GCT 

Ala 


CAT 

His 


UU J. 

Gly 


AAA 

Lys 


GTG 
Vai 


GOC 
Ala 


Val 


AAG 
Lys 


ATG 
Met 


CTT 
Leu 


AAA 
Lys 


TCC 
Ser 


GCC 
Ala 


Leu 


ATG 
Met 


TCG 
Ser 


GAG 
Glu 


CTG 
Leu 


AAG 
Lys 


ATC 

lie 


ATG 
Met 


GTG 
val 


GTC 
Val 


AAC 
Asn 


CTG 
Leu 


TTG 
Leu 


GGG 
Gly 


GCC 
Ala 


TGC 
Cys 


ACC 
Thr 


ACT 
Thr 


GAG 
Glu 


TAC 
Tyr 


TGC 
Cys 


CGC 
Arg 


TAC 
Tyr 


GGA 
Gly 


GAC 
Asp 


CTG 
Leu 


CAC 
His 


ACC 
Thr 


TTC 
Phe 


CTG 
Leu 


CAG 
Gin 


CAC 
His 


CAC 
His 


TCC 
Ser 


GAC 
Asp 


leu 


TAC 
Tyr 


AGC 
Ser 


AAT 

Asn 


G\~ X 

Ala 


CTG 
Leu 


CCC 

Pro 


GTT 

Vai 


GGG 
3iy 


TTG 
Leu 


ACC 
Thr 


GGG 
Gly 


GAG 
Glu 


AGC 

Ser 


GAC GGT GGC TAC 
Asp Gly Gly Tyr 


GTG 
Val 


GAC 
Asp 


TAT 
Tyr 


GTG 
Val 


CCC 
Pro 


ATG 
Met 


CTG 
Leu 


GAC 
Asp 


ATG 
Met 


ATC 

:ie' 


GAG 
Glu 


TCC 
Ser 


TCC 
Ser 


AAC 
A3n 


TAC 
Tyr 


ATG 
Met 


GCC 
Ala 


CCT 
Pro 


CCT 
Pro 


GAG 
Giu 


AGG 
Arg 


ACC 
Thr 


TGC 
Cys 


CGA 
Arg 


GCA 
Ala 


ACT 
Thr 


TTG 
Leu 


TAC 
Tyr 


ATG 
Met 


GAC 
Asp 


CTC 
Leu 


GTG 
Val 


GGC TTC 
Gly Phe 


AGC 
Ser 


TAC 
Tyr 


CTG 
Leu 


GCC 
Ala 


TCC 
Ser 


AAG 
Lys 


AAC 
Asn 


TGC 
Cys 


GTC 
Val 


CAC 
His 


AGA 
Arg 


ATC 

He 


TGT 
Cys 


GAA 

Glu 


GGC 
Gly 


AAG 
Lys 


CTG 
Leu 


GTC 
Val 


AAG 
Lys 


ATC 
He 


ATC 
He 


ATG 
Met 


CGG 
Arg 


GAC 
Asp 


TCG 
Ser 


AAT 
Asn 


TAC 
Tyr 


ATC 
He 


TCC 
Ser 


AAG 
Lys 


TGG 
Trp 


ATG 
Met 


GCT 
Ala 


CCG 
Pro 


GAG 
Giu 


AGC 

Ser 


ATC 

He 


Phe 


GAC 
Asp 


GTG 
Val 


TGG 
Trp 


TCC 
Ser 


TTC 
Phe 


GGG 
Gly 


ATC 
He 


CTG 
Leu 


CTC 
Leu 


ACC 

Thr 


Pro 


TAC 
Tyr 


— — . 
Pro 


GAG 
Glu 


^ - o 

Leu 


Pro 


ATG 
Met 


AAC 
Asn 


CGG 
Arg 


GGT 
Gly 


TAC 
Tyr 


CGC 
Arg 


ATG 
Met 


GCC 
Ala 


CAG 
Gin 


CCT 
Pro 


GCC 
Ala 



CTG AGC CAT TCT CAG GCC ACG ATG 2073 

Leu Ser His Ser Gin Ala Thr Met 597 

ACA GCC CGC AGC AGT GAG AAG CAA 2124 

Thr Ala Arg Ser Ser Giu Lys Gin 614 

AGT CAC CTT GGG CCC CAC CTG AAC 2175 

Ser His Leu Gly Pro His Leu Asn 631 

AAA GGA GGA CCC ATC TAT ATC ATC 2226 

Ly3 Gly Gly Pro lie Tyr He lie 648 

GTG GAC TAC CTG CAC CGC AAC AAA 2277 

Val Asp Tyr Leu His Arg Asn Lys 665 

AAG CGC CGC CCG CCC AGC GCG GAG 2328 

Lys Arg Arg Pro Pro Ser Ala' Glu 682 

CTC CCC CTG CCC AGC CAT GTG TCC 2379 

Leu Pro Leu Pro Ser His Val Ser 699 

ATG GAC ATG AGC AAG GAC GAG TCG 2430 

Met A3p Met Ser Lys Asp Glu Ser 716 

AAA GGA GAC GTC AAA TAT GCA GAC 2481 

Lys Gly Asp Val Lys Tyr Ala Asp 733 

TAC GAT AAC TAC GTT CCC TCT GCC 2532 

Tyr Asp Asn Tyr Val Pro Ser Ala 750 

ATC AAC GAG TCT CCA GTG CTA AGC 2583 

He Asn Giu Ser Pro Val Leu Ser 767 

CAG GTG GCC AAT GGC ATG GAG TTT 2634 

Gin Val Ala Asn Gly Met Glu Phe 784 

GAC CTG GCG GCT AGG AAC GTG CTC 2685 

Asp Leu Ala Ala Arg Asn Val Leu 801 

TGT GAC TTT GGC CTG GCT CGA GAC 2736 

Cys Asp Phe Gly Leu Ala Arg Asp 818 

AAA GGC AGC ACC TTT TTG CCT TTA 2787 

Lys Gly Ser Thr Phe Leu Pro Leu 835 

AAC AGC CTC TAC ACC ACC CTG AGC 2838 

Asn Ser Leu Tyr Thr Thr Leu Ser 852 

TGG GAG ATC TTC ACC TTG GGT GGC 2 889 

Trp Glu He Phe Thr Leu Gly Gly 8 69 

C-AG CAG TTC TAC AAT GCC ATC AAA 2 9 40 

Glu Gin Phe Tyr Asn Ala He Lys 886 

CAT GCC TCC GAC GAG ATC TAT GAG 2 991 

His Ala Ser Asp Glu He Tyr Glu 903 



+ 





ATC 

lie 


ATG 
Met 


CAG 
Gin 


AAG 
Lys 


TGC 
Cys 


TGG 
Trp 


GAA 
Glu 


GAG 
Glu 


AAG 
Lys 


TTT 
Phe 


GAG 
Glu 


ATT 
lie 


CGG 
Arg 


CCC 
P ro 


fro 


rne 


TCC 
Ser 


3042 
920 




CAG 
Gin 


CTG 
Leu 


GTG 
Val 


C J. 

Leu 


CTT 
Leu 


CTC 
Leu 


GAG 
Glu 


AGA 
Arg 


CTG 
Leu 


TTG GGC 
Leu Gly 


GAA 
Glu 


GGT 
Gly 


TAC 
Tyr 


AAA 
Lys 


AAG 
Lys 


AAG 
Lys 


3093 
937 




TAC 
Tyr 


CAG 
Gin 


CAG 
Gin 


GTG 
Val 


GAT 
Asp 


GAG 
Glu 


GAG 
Glu 


TTT 
Phe 


CTG 
Leu 


AGG 
Arg 


AGT 
Ser 


GAC 
Asp 


CAC 
His 


CCA 
Pro 


GCC 
Ala 


ATC 
lie 


CTT 
Leu 


3144 
954 




CGG 
Arg 


TCC 
Ser 


CAG 
Gin 


GCC 
Ala 


CGC 
Arg 


TTG 

Leu 


CCT GGG TTC 
Pro Gly Phe 


CAT 
His 


GGC 
Gly 


CTC 
Leu 


CGA 
Arg 


TCT 
Ser 


CCC 
Pro 


CTG 
Leu 


GAC 
Asp 


3195 
971 


SB! ^ 

IU 


ACC 
Thr 


AGC 
Ser 


TCC 
Ser 


GTC 
Val 


CTC 
Leu 


TAT 
Tyr 


ACT 
Thr 


GCC 
Ala 


GTG 
Val 


CAG 
Gin 


CCC 
Pro 


AAT 
Asn 


GAG 
Glu 


GGT 
Gly 


GAC 
Asp 


AAC 
Asn 


GAC 
Asp 


3246, 

m 


TAT 
Tyr 


ATC 
He 


ATC 
He 


CCC 
Pro 


CTG 
Leu 


CCT 
Pro 


GAC 
Asp 


CCC 
Pro 


AAA 
Lys 


CCT 
Pro 


GAG 
Glu 


GTT 
Val 


GCT 
Ala 


GAC 
Asp 


GAG 
Glu 


GGC 
Gly 


CCA 
Pro 


3297 
1005 




CTG 
Leu 


GAG 
Glu 


GGT 
Gly 


TCC 
Ser 


CCC 
Pro 


AGC 
Ser 


CTA 
Leu 


GCC 
Ala 


AGC 
Ser 


TCC 
Ser 


ACC 
Thr 


CTG 
Leu 


AAT 
Asn 


GAA 
Glu 


GTC 
Val 


AAC 
Asn 


ACC 
Thr 


3348 

1022 




TCC 
Ser 


TCA 
Ser 


ACC 
Thr 


ATC 
lie 


TCC 
Ser 


TGT 
Cys 


GAC 
Asp 


AGC 
Ser 


CCC 
Pro 


CTG 
Leu 


GAG 
Glu 


CCC 
Pro 


CAG 
Gin 


GAC 
Asp 


GAA 
Glu 


CCA 
Pro 


GAG 
Glu 


3399 
1039 


y3 


CCA 
Pro 


GAG 
Glu 


CCC 
Pro 


CAG 
Gin 


CTT 
Leu 


GAG 

Glu 


CTC 
Leu 


CAG 
Gin 


GTG 
Val 


GAG 
Glu 


CCG 
Pro 


GAG 
Glu 


CCG 
Pro 


GAG 
Glu 


CTG 
Leu 


GAA 
Glu 


CAG 
Gin 


3450 
1056 




TTG 
Leu 


CCG 
Pro 


GAT 
Asp 


TCG 
Ser 


GGG 
Gly 


TGC 
Cys 


CCT 
Pro 


GCG 
Ala 


CCT 
Pro 


CGG 
Arg 


GCG 
Ala 


GAA 
Glu 


GCA 
Ala 


GAG 
Glu 


GAT 
Asp 


AGC 
Ser 


TTC 
Phe 


3501 
1073 



CTG TAGGGGGCTGGCCCCTACCCTGCCCTGCCTGAAGCTCCCCCGCTGCCAGCACCCAGCATCTCC 3567 

Leu 107 4 

TGGCCTGGCCTGGCCGGGCTTCCTGTCAGCCAGGCTGCCCTTATCAGCTGTCCCCTTCTGGAAGCTT 3 634 

TCTGCTCCTGACGTGTTGTGCCCCAAACCCTGGGGCTGGCTTAGGAGGCAAGAAAACTGCAGGGGCC 3701 

GTGACCAGCCCTCTGCCTCCAGGGAGGCCAACTGACTCTGAGCCAGGGTTCCCCCAGGGAACTCAGT 37 68 

TTTCCCATATGTAAGATGGGAAAGTTAGGCTTGATGACCCAGAATCTAGGATTCTCTCCCTGGCTGA 3835 

CAGGTGGGGAGACCGAATCCCTCCCTGGGAAGATTCTTGGAGTTACTGAGGTGGTAAATT AACTTTT 3902 

TTCTGTTC AGCCAGCTACCCCTCAAGGAATC AT AGCTCTCTCCTCGCACTTTT ATCC ACCCAGGAGC 3969 

TAGGGAAGAGACCCTAGCCTCCCTGGCTGCTGGCTGAGCTAGGGCCT AGCCTTGAGCAGTGTTGCCT 4036 

C ATCCAG AAGAAAGCCAGTCTCCTCCCTATGATGCCAGTCCCTGCGTTCCCTGGCCCGAGCTGGTCT 4103 

GGGGCC ATT AGGCAGCCT AATT AATGCTGGAGGCTG AGCCAAGTACAGGAC ACCCCCAGCCTGCAGC 4170 

CCTTGCCCAGGGCACTTGGAGCACACGCAGCCATAGCAAGTGCCTGTGTCCCTGTCCTTCAGGCCCA 4237 

TCAGTCCTGGGGCTTTTTCTTTATCACCCTCAGTCTTAATCCATCCACCAGAGTCTAGAAGGCCAGA 430 4 

CGGGCCCCGC ATCTGTGATGAGAATGTAAATGTGCCAGTGTGGAGTGGCCACGTGTGTGTGCCAGAT 4371 

ATGGCCCTGGCTCTGCATTGGACCTGCTATGAGGCTTTGGAGGAATCCCTCACCCTCTCTGGGCCTC 4438 



AGTTTCCCCTTCAAAAAATGAATAAGTCGGACTTATTAACTCTGAGTGCCTTGCCAGCACTAACATT 4505 

CTAGAGTATCCAGG7GGTTGCACATTTGTCCAGATGAAGCAAGGCCATATACCCTAAACTTCCATCC 4572 

TGGGGGTCAGCTGGGCTCCTGGGAGATTCCAGATCACACATCACACTCTGGGGACTCAGGAACCATG 4 639 

CCCCTTCCCC AGGCCCCCAGCAAGTCTCAAGAACACAGCTGCAC AGGCCTTGACTTAGAGXG ACAGC 4706 

CGGTGTCCTGGAAAGCCCGCAGCAGCTGCCCCAGGGACATGGGAAGACCACGGGACCTCTTTCACTA 4773 

CCCACGATG ACCTCCGGGGGTATCCTGGGCAAAAGGGACAAAGAGGGCAAATGAGATC ACCTCCTGC 4840 

AGCCCACCACTCCAGCACCTGTGCCGAGGTCTGCGTCGAAGACAGAATGGACAGTGAGGACAGTTAT 4907 

GTCTTGTAAAAGACAAGAAGCTTCAGATGGGTACCCCAAGAAGGATGTGAGAGGTGGGCGCTTTGGA 4974 

GGTTTGCCCCTCACCCACCAGCTGCCCCATCCCTGAGGCAGCGCTCCATGGGGGTATGGTTTTGTCA 5041 

CTGCCCAGACCTAGCAGTGACATCTCATTGTCCCCAGCCCAGTGGGCATTGGAGGTGCCAGGGGAGT 5108 

CAGGGTTGTAGCCAAGACGCCCCCGCACGGGGAGGGTTGGGAAGGGGGTGCAGGAAGCTCAACCCCT 5175 

CTGGGCACCAACCCTGCATTGCAGGTTGGCACCTTACTTCCCTGGGATCCCAGAGTTGGTCCAAGGA 5242 

GGGAGAGTGGGTTCTCAAT ACGGT ACCAAAGAT ATAATCACCTAGGTTTACAAATATTTTTAGGACT 5309 

CACGTT AACTCACATTTAT ACAGCAGAAATGCTATTTTGTATGCTGTT AAGTTTTTCT ATCTGTGT A 5376 

CTTTTTTTTAAGGGAAAGATTTTAATATTAAACCTGGTGCTTCTCACTCAC 5427 



:equence cf human ?DGF receptor alpha 

TTGGAGCTACAGGGAGAGAAACAGAGGAGGAGACTGCAAGAGATCATTGGAGGCC3TGGGC S 1 



ACGCTCTTTACTCCATGTGTGGGACATTCATTGCGGAATAACATCGGAGGAGAAGTTTCCCAGAGCT 128 





ATG 


GGG 


ACT 




CAT 


CCG 


GCG 


T» >-r> /"> 
x v_ 


CTG 


GTC 




GGC 


TGT 


CTT 


CTC 


ACA 


GGG 


179 




Met 


Gly 


Thr 


Ser 


His 


P ZTO 


Ala 


Phe 


Leu 


Val 


Leu 


Gly 


Cvs 


Leu 


Leu 


Thr 


Glv 


--7 




CTG 


AGC 


CTA 


ATC 


CTC 


TGC 


CAG 


CTT 


TCA 


TTA 


CCC 


TCT 


ATC 


CTT 


CCA 


AAT 


GAA 


230 




Leu 


Ser 


Leu 


lie 


Leu 


Cys 


Gin 


Leu 


Ser 


Leu 


Pro 


Ser 


He 


Leu 


Pro 


Asn 


Glu 


11 


f-"-~ r - 


AAT 


GAA 


AAG 


GTT 


GTG 


CAG 


CTG 


AAT 


TCA 


TCC 


TTT 


TCT 


CTG 


AGA 


TGC 


TTT 


GGG 


281 




Asn 


Glu 


Lvs 


Val 


Val 


Gin 


Leu 


Asn 


Ser 


Ser 


Phe 


Ser 


Leu 


Arg Cys 


Phe 




28 


p-z-.. 


GAG 


AGT 


GAA 


GTG 


AGC 


TGG 


CAG 


TAC 


CCC 


ATG 


TCT 


GAA 


GAA 


GAG 


AGC 


TCC 


GAT 


332- 


fjj 

\l 


Glu 


Ser 


Glu 


Val 


Ser 


Trp 


Gin 


iyr 


P 2TO 


Met 


Ser 


Glu 


Glu 


Glu 


Ser 


Ser 


Asp 


45 




GTG 


GAA 


ATC 


AGA 


AAT 


GAA 


GAA 


AAC 


AAC 


AGC 


GGC 






GTG 


ACG 


GTC 


TTG 


383 




va 1 


Glu 


lie 




Asn 


Glu 


Giu 


Sen 


£ sn 


Ser 


Glv 


Leu 


Phe 


Val 


Thr 


Val 


Leu 


62 




GAA 


GTG 


AGC 


AGT 


GCC 


TCG 


GCG 


GCC 


CAC 


ACA 


GGG 


TTG 


TAC 


ACT 


TGC 


TAT 


TAC 


434 


M 


Glu 


Val 


Ser 


Ser 


Ala 


Ser 


Ala 


Ala 


His 


Thr 


Glv 


Leu 


Tvr 
j 


Thr 


Cys 


Tvr 




7 9 


; y 


AAC 


CAC 


ACT 


CAG 


ACA 


GAA 


GAG 


AAT 


GAG 


CTT 


GAA 


GGC 


AGG 


CAC 


ATT 


TAC 


ATC 


485 




Asn 


His 


Thr 


Gin 


Thr 


Glu 


Glu 


Asn 


Glu 


Leu 


Glu 


Glv 


Arcr 


His 


He 


Tvr 


He 


96 


*;= 


TAT 


GTG 


CCA 


GAC 


CCA 


GAT 


GTA 


GCC 


TTT 


GTA 


CCT 


CTA 


GGA 


ATG 


ACG 


GAT 


TAT 


536 


U 


Tyr 


Val 


Pro 


Asp 


Pro 


Asp 


Val 


Ala 


Phe 


Val 


P ro 


Leu 


Gly 


Met 


Thr 


Asp 


Tvr 


113 




TTA 


GTC 


ATC 


GTG 


GAG 


GAT 


GAT 


GAT 




GCC 


ATT 


ATA 


CCT 


TGT 


CGC 


ACA 


ACT 


587 




Leu 


val 


He 


Val 


Glu 


Asp 


Asp 


Asp 


Ser 


Ala 


He 


He 


Pro 


Cys 


Arg 


Thr 


Thr 


130 




GAT 


ccc 


GAG 


ACT 


CCT 


GTA 


ACC 


TTA 


CAC 


AAC 


AGT 


GAG 


GGG 


GTG 


GTA 


CCT 


GCC 


638 




A3p 


Pro 


Glu 


Thr 


Pro 


Val 


Thr 


Leu 


His 


A3H 


Ser 


Glu 


Gly 


Val 


Val 


Pro 


Ala 


147 




TCC 


TAC 


GAC 


AGC 


AGA 


CAG 


GGC 


TTT 


AAT 


GGG 


ACC 


TTC 


ACT 


GTA 


GGG 


CCC 


TAT 


689 




Ser 


Tyr 


Asp 


Ser 


Arg Gin 


Gly 


Phe 


Asn 


Gly 


Thr 


Phe 


Thr 


Val 


Gly 


Pro 


Tyr 


164 




ATC 


TGT 


GAG 


GCC 


ACC 


GTC 


AAA 


GGA 


AAG 


AAG 


TTC 


CAG 


ACC 


ATC 


CCA 


TTT 


AAT 


740 




lie 


Cy3 


Glu 


Ala 


Thr 


Val 


Lys 


Gly 


Lys 


Lys 


Phe 


Gin 


Thr 


He 


Pro 


Phe 


Asn 


181 




GTT 


TAT 


GCT 


TTA 


AAA 


GCA 


ACA 


TCA 


GAG 


CTG 


GAT 


CTA 


GAA 


ATG 


GAA 


GCT 


CTT 


791 




val 


Tyr 


Ala 


Leu 


Lys 


Ala 


Thr 


Ser 


Glu 


Leu 


Asp 


Leu 


Glu 


Met 


Glu 


Ala 


Leu 


198 




AAA 


ACC 


GTG 


TAT 


AAG 


TCA 


GGG 


GAA 


ACG 


ATT 


GTG 


GTC 


ACC 


TGT 


GCT 


GTT 


TTT 


842 




Lys 


Thr 


Val 


Tyr 


Lys 


Ser 


Gly 


Glu 


Thr 


He 


Val 


Val 


Thr 


Cys 


Ala 


Val 


Phe 


215 




AAC 


AAT 


GAG 


GTG 


GTT 


GAC 


CTT 


CAA 


TGG 


ACT 


TAC 


CCT 


GGA 


GAA 


GTG 


AAA 


GGC 


893 




Asn 


Asn 


Glu 


Val 


Val 


Asp 


Leu 


Gin 


Trp 


Thr 


Tyr 


Pro 


Gly 


Glu 


Val 


Lys 


Gly 


232 




AAA 


GGC 


ATC 


ACA 


ATG 


CTG 


GAA 


GAA 


ATC 


AAA 


GTC 


CCA 


TCC 


ATC 


AAA 


TTG 


GTG 


944 




Lys 


Gly 


lie 


Thr 


Met 


Leu 


Glu 


Giu 


lie 


Lys 


Val 


Pro 


Ser 


He 


Lys 


Leu 


Val 


249 




TAC 


ACT 




ACG 


GTC 




C-AG 




ACG 


GTG 


AAA 


GAC 


AGT 


GGA 


GAT 


TAC 


GAA 


995 




Tyr 


Thr 


Leu 


Thr 


Val 


Pro 


Glu 


Ala 


Thr 


Val 


Lys 


ASP 


Ser 


Gly 


A3P 


Tyr 


Glu 


266 





TGT 


GCT 


GCC 


CGC 


CAG 


GCT 


ACC 


AGG 


GAG 


GTC 


AAA 


GAA 


ATG 


AAG 


AAA 


GTC 


ACT 


1046 




Cys 


Ala 


Ala 


Arg 


Gin 


Ala 


Thr 


Arg 


Glu 


val 


Lys 


Glu 


Mec 


Lys 


Lys 


Val 


Thr 


283 




ATT 


- ^ X 


GTC 


CAT 


GAG 


AAA 


GGT 




ATT 


GAA 


ATC 


AAA 


CCC 


ACC 


TTC 


AGC 


CAG 


1097 




He 


Ser 


Val 


His 


Glu 


L vs 


Glv 


Phe 


He 


Glu 


He 


Lvs 


Pro 


Thr 


?he 


Ser 


Gin 


300 




TTG 


GAA 


GCT 


GTC 


AAC 


CTG 


CAT 


GAA 


GTC 


AAA 


CAT 




GTT 


GTA 


GAG 


GTG 


CGG 


1148 




leu 


Glu 


Ala 


Val 


Asn 


Leu 


His 


Glu 


Val 


Lys 


His 


Phe 


Val 


val 


Glu 


Val 


Arg 


317 




GCC 


TAC 


CCA 


CCT 


CCC 


AGG 


ATA 


TCC 


TGG 


CTG 


AAA 


AAC 


AAT 


CTG 


ACT 


CTG 


ATT 


1199 




Ala 


Tvr 


PZTO 


Pro 


Pro 


Arg 


He 


Ser 


Trp 


Leu 


Lys 


Asn 


Asn 


Leu 


Thr 


Leu 


He 


334 




GAA 


AAT 


CTC 


ACT 


GAG 


ATC 


ACC 


ACT 


GAT 


GTG 


GAA 


AAG 


ATT 


CAG 


GAA 


ATA 


AGG 


1250 




Glu 


Asn 




Thr 


Glu 


He 


Thr 


Thr 


Asp 


Val 


Glu 


Lys 


lie 


Gin 


Glu 


He 


Arg 


351 




TAT 


CGA 


AGC 


AAA 


TTA 


AAG 


CTG 


ATC 


CGT 


GCT 


AAG 


GAA 


GAA 


GAC 


AGT 


GGC 


CAT 


1301 


Hi 


Tyr 




S©3T 






I#ys 


Leu 


He Arg Ala 


T \rm 

lays 


V?XU 


Glu Asp Ser Gly His 


JOB 


V \ 


TAT 


ACT 


ATT 


GTA 


GCT 


CAA 


AAT 


GAA 


GAT 


GCT 


GTG 


AAG 


AGC 


TAT 


ACT 


TTT 


GAA 


1352 




Tyr 


Thr- 
i iix 


Tip 
X Xt2 


v a. x 


Ala 


c;i n 

\J -Lll 


Asn 


Glu 


Asp 


Ala 


vox 


jjys 


Ser 


Tyr 


Thr 


Phe 


Glu 


-3 O C 
JO J 






TTA 


ACT 


CAA 


GTT 


CCT 


TCA 


TCC 


ATT 


CTG 


GAC 


TTG 


GTC 


GAT 


GAT 


CAC 


CAT 


1403 


s 






Th r 

X ilt 




» a X 


? — O 




Ser 


He 


Leu 


Asp 




Val 


Asp 


Asp 


His 


His 




H= 


GGC 


TCA 


ACT 


GGG 


GGA 


CAG 


ACG 


GTG 


AGG 


TGC 


ACA 


GCT 


GAA 


GGC 


ACG 


CCG 


CTT 


1454 


= y 




Ser 


Thr 


ui y 


Glv 
uxy 


Gin 


Thr 


Val 


Arg 


Cys 


Thr 


Ala 


Glu Gly 


Thr 


Pro 


Leu 


n X J 




CCT 


GAT 


ATT 


GAG 


TGG 


ATG 


ATA 


TGC 


AAA 


GAT 


ATT 


AAG 


AAA 


TGT 


AAT 


AAT 


GAA 


1505 


nil 
|~! 


t to 


As p 


lie 




irp 


net 


Tl 0 
X Xc 


Cys 


Lys 


Asp 


XXC 


Lys 


Lys 


Cys 


Asn 


Asn 


Glu 






ACT 


TCC 


TGG 


ACT 


ATT 


TTG 


GCC 


AAC 


AAT 


GTC 


TCA 


AAC 


ATC 


ATC 


ACG 


GAG 


ATC 


1556 




Thr 


Ser 




Thr 


He 


Leu 


Ala 


Asn 


Asn 


Val 


Ser 


Asn 


He 


He 


Thr 


Glu 


He 


453 




CAC 


TCC 


CGA 


GAC 


AGG 


AGT 


ACC 


GTG 


GAG 


GGC 


CGT 


GTG 


ACT 


TTC 


GCC 


AAA GTG 


1607 




His 


Ser 


Ara 


Asp 


Arcr 


Ser 


Thr 


Val 


Glu 


Gly 


Arg 


Val 


Thr 


Phe 


Ala 


Lys 


Val 


470 




GAG 


GAG 


ACC 


ATC 


GCC 


GTG 


CGA 


TGC 


CTG 


GCT 


AAG 


AAT 


CTC 


CTT 


■GGA 


GCT 


GAG 


1658 




Glu 


Glu 


Thr 


He 


Ala 


Val 


Arg 


Cys 


Leu 


Ala 


Lys 


Asn 


Leu 


Leu Gly 


Ala 


Glu 


487 




AAC 


CGA 


GAG 


CTG 


AAG 


CTG 


GTG 


GCT 


CCC 


ACC 


CTG 


CGT 


TCT 


GAA 


CTC 


ACG 


GTG 


1709 




Aan 


Arg 


Glu 


Leu 


Lys 


Leu 


Val 


Ala 


Pro 


Thr 


Leu 


Arg 


Ser 


Glu 


Leu 


Thr 


Val 


504 




GCT 


GCT 


GCA 


GTC 


CTG 


GTG 


CTG 


TTG 


GTG 


ATT 


GTG 


ATC 


ATC 


TCA 


CTT 


ATT 


GTC 


1760 




Ala 


Ala 


Ala 


Val 


Leu 


Val 


Leu 


Leu 


Val 


He 


Val 


He 


He 


Ser 


Leu 


He 


Val 


521 




CTG 


GTT 


GTC 


ATT 


TGG 


AAA 


CAG 


AAA 


CCG 


AGG 


TAT 


GAA 


ATT 


CGC 


TGG 


AGG 


GTC 


1811 




Leu 


Val 


Val 


He 


Trp 


Lys 


Gin 


Lys 


Pro 


Arg 


Tyr 


Glu 


He 


Arg 


Trp, Arg 


Val 


538 




ATT 


GAA 


TCA 


ATC 


AGC 


CCA 


GAT 


GGA 


CAT 


GAA 


TAT 


ATT 


TAT 


GTG 


GAC 


CCG 


ATG 


1862 




lie 


Glu 


Ser 


He 


Ser 


Pro 


Asp Gly His 


Glu 


Tyr 


He 


Tyr 


Val 


Asp 


Pro 


Met 


555 




CAG 


CTG 


CCT 


TAT 


GAC 


TCA 


AGA 


TGG 


GAG 


TTT 


CCA 


AGA 


GAT 


GGA 


CTA 


GTG 


CTT 


1913 




Gin 


Leu 


Pro 


Tyr 


Asp 


Ser 


Arg 


Tro 


Glu 


Phe 


Pro 


Arg 


Asp 


Gly 


Leu 


Val 


Leu 


572 




GGT 


CGG 


GTC 




GGG 


TCT 


GGA 


GCG 




GGG 


AAG 


GTG 


GTT 


GAA 


GGA 


ACA 


GCC 


1964 




Gly 


Arg 


Val 


Leu 


Gly 


Ser 


Gly 


Ala 


Phe 


Gly 


Lys 


Val 


val 


Glu 


Gly 


Thr 


Ala 


589 



# 



4 



TAT GGA TTA AGC CGG TCC CAA CCT GTC ATG AAA GTT GCA GTG AAG ATG CTA 2015 

Tyr Gly Leu Ser Arg Ser Gin Pro Val Met Lys Val Ala Val Lys Met Leu 506 

AAA CCC ACG GCC AGA TCC AGT GAA AAA CAA GCT CTC ATG TCT GAA CTG AAG 2066 

Lys Pro Thr Ala Arg Ser Ser Glu Lys Gin Ala Leu Met Ser Glu Leu Lys 623 

ATA ATG ACT CAC CTG GGG CCA CAT TTG AAC ATT GTA AAC TTG CTG GGA GCC 2117 

lie Met Thr His Leu Gly Pro His Leu Asn lie Val Asn Leu Leu Gly Ala 640 

TGC ACC AAG TCA GGC CCC ATT TAC ATC ATC ACA GAG TAT TGC TTC TAT GGA 2168 

Cys Thr Lys Ser Gly Pro lie Tyr He He Thr Glu Tyr Cys Phe Tyr Gly 657 

GAT TTG GTC AAC TAT TTG CAT AAG AAT AGG'GAT AGC TTC CTG AGC CAC CAC 2219 

Asp Leu Val Asn Tyr Leu His Lys Asn Arg Asp Ser Phe Leu Ser His His 674 

CCA GAG AAG CCA AAG AAA GAG CTG GAT ATC TTT GGA TTG AAC CCT GCT GAT 2270 

Pro Glu Lys Pro Lys Lys Glu Leu Asp He Phe Gly Leu Asn Pro .Ala Asp 691 

GAA AGC ACA CGG AGC TAT GTT ATT TTA TCT TTT GAA AAC AAT GGT GAC TAC 2321 

Glu Ser Thr Arg Ser Tyr Val lie Leu Ser Phe Glu Asn Asn Gly Asp Tyr 708 

ATG GAC ATG AAG CAG GCT GAT ACT ACA CAG TAT GTC CCC ATG CTA GAA AGG 2372 

Met Asp Met Ly3 Gin Ala Asp Thr Thr Gin Tyr Val Pro Met Leu Glu Arg 725 

AAA GAG GTT TCT AAA TAT TCC GAC ATC CAG AGA TCA CTC TAT GAT CGT CCA 2423 

Lys Glu Val Ser Lys Tyr Ser Asp He Gin Arg Ser Leu Tyr Asp Arg Pro 742 

GCC TCA TAT AAG AAG AAA TCT ATG TTA GAC TCA GAA GTC AAA AAC CTC CTT 2474 

Ala Ser Tyr Lys Lys Lys Ser Met Leu Asp Ser Glu Val Lys Asn Leu Leu 759 

TCA GAT GAT AAC TCA GAA GGC CTT ACT TTA TTG GAT TTG TTG AGC TTC ACC 2525 

Ser Asp Asp Asn Ser Glu Gly Leu Thr Leu Leu Asp Leu Leu Ser Phe Thr 77 6 

TAT CAA GTT GCC CGA GGA ATG GAG TTT TTG GCT TCA .AAA AAT TGT GTC CAC 257 6 

Tyr Gin Val Ala Arg Gly Met Glu Phe Leu Ala Ser Lys Asn Cys Val His 793 

CGT GAT CTG GCT GCT CGC AAC GTT CTC CTG GCA CAA GGA AAA ATT GTG AAG 2 627 

Arg Asp Leu Ala Ala Arg Asn Val Leu Leu Ala Gin Gly Lys He Val Lys 810 

ATC TGT GAC TTT GGC CTG GCC AGA GAC ATC ATG CAT GAT TCG AAC TAT GTG 2678 

He Cys Asp Phe Gly Leu Ala Arg Asp He Met His Asp Ser Asn Tyr Val 827 

TCG AAA GGC AGT ACC TTT CTG CCC GTG AAG TGG ATG GCT CCT GAG AGC ATC 2729 

Ser Lys Gly Ser Thr Phe Leu Pro Val Lys Trp Met Ala Pro Glu Ser He 844 

TTT GAC AAC CTC TAC ACC ACA CTG AGT GAT GTC TGG TCT TAT GGC ATT CTG 2780 

Phe Asp A3n Leu Tyr Thr Thr Leu Ser Asp Val Trp Ser Tyr Gly He Leu 8 61 

CTC TGG GAG ATC TTT TCC CTT GGT GGC ACC CCT TAC CCC GGC ATG ATG GTG 2831 

Leu Trp Glu He Phe Ser Leu Gly Gly Thr Pro Tyr Pro Gly Met Met Val 878 

GAT TCT ACT TTC TAC AAT AAG ATC AAG AGT GGG TAC CGG ATG GCC AAG CCT 2 882 

Asp Ser Thr Phe Tyr Asn Lys He Ly3 Ser Gly Tyr Arg Met Ala Lys Pro- 895 

GAC CAC GCT ACC AGT GAA GTC TAC GAG ATC ATG GTG AAA TGC TGG AAC AGT 2 933 

Asp His Ala Thr Ser Glu Val Tyr Glu He Met Val Lys Cys Trp Asn Ser 912 



4 



GAG CCG GAG AAG AGA CCC TCC TTT TAC CAC CTG AGT GAG ATT GTG GAG AAT 2 98 4 
Glu Pro Glu Lys Arg Pro Ser Phe Tyr His Leu Ser Glu lie Val Glu Asn 929 

CTG CTG CCT GGA CAA TAT AAA AAG AGT TAT GAA AAA ATT CAC CTG GAC TTC 3035 
Leu Leu Pro Giy Gin Tyr Lys Lys Ser Tyr Glu Lys lie His Leu Asp Phe 946 

CTG AAG AGT GAC CAT CCT GCT GTG GCA CGC ATG CGT GTG GAC TCA GAC AAT 3086 
Leu Lys Ser Asp His Pro Ala Val Ala Arg Met Arg Val Asp Ser Asp Asn 9 63 

GCA TAC ATT GGT GTC ACC TAC AAA AAC GAG GAA GAC AAG CTG AAG GAC TGG 2137 
Ala Tyr lie Gly Val Thr Tyr Ly3 Asn Glu Glu Asp Lys Leu Lys Asp Trp 980 

GAG GGT GGT CTG GAT GAG CAG AGA CTG AGC GCT GAC AGT GGC TAC ATC ATT 3188 
Glu Gly Gly Leu Asp Glu Gin Arg Leu Ser Ala Asp Ser Gly Tyr lie lie 997 

CCT CTG CCT GAC ATT GAC CCT GTC CCT GAG GAG GAG GAC CTG GGC AAG AGG 3239 
Pro Leu Pro Asp lie Asp Pro Val Pro Glu Glu Glu Asp Leu Gly Lys Arg 1014 

AAC AGA CAC AGC TCG CAG ACC TCT GAA GAG AGT GCC ATT GAG ACG GGT TCC 3290 
Asn Arg His Ser Ser Gin Thr Ser Glu Glu Ser Ala He Glu Thr Gly Ser 1031 

AGC AGT TCC ACC TTC ATC AAG AGA GAG GAC GAG ACC ATT GAA GAC ATC GAC 3341 
Ser Ser Ser Thr Phe lie Lys Arg Glu Asp Glu Thr He Glu Asp lie Asp 1048 

ATG ATG GAC GAC ATC GGC ATA GAC TCT TCA GAC CTG GTG GAA GAC AGC TTC 3392 
Met Met Asp Asp He Gly He Asp Ser Ser Asp Leu Val Glu Asp Ser Phe 10 65 

CTG TAACTGGCGGATTCGAGGGGTTCCTTCCACTTCTGGGGCCACCTCTGGATCCCGTTCAGAAAA 3458 
Leu 1066 
CCACTTTATTGCAATGCGGAGGTTGAGAGGAGGACTTGGTTGATGTTTAAAGAGAAGTTCCCAGCCA 3525 

AGGGCCTCGGGGAGCCTTTCT AAATATGAATGAATGGGATATTTTGAAATGAACTTTGTCAGTGTTG 3592 

CCTCTTGCAATGCCTCAGTAGCATCTCAGTGGTGTGTGAAGTTTGGAGATAGATGGATAAGGGAATA 3659 

ATAGGCCACAGAAGGTGAACTTTCTGCTTCAAGGACATTGGTGAGAGTCCAACAGACACAATTTATA 3726 

CTGCGACAGAACTTCAGCATTGTAATTATGTAAATAACTCTAACCACGGCTGTGTTTAGATTGTATT 3793 

AACTATCTTCTTTGGACTTCTGAAGAGACCACTCAATCC ATCCATGT ACTTCCCTCTTGAAACOTGA 3860 

TGTCAGCTGCTGTTGAACTTTTTAAAGAAGTGCATGAAAAACCATTTTTGACCTTAAAAGGTACTGG 3927 

TACTATAGCATTTTGCTATCTTTTTTAGTGTTAAAGAGATAAAGAATAATAATTAACCAACCTTGTT 3994 

TAATAGATTTGGGTCATTT AGAAGCCTGACAACTC ATTTTCATATTGTAATCT ATGTTTATAATACT 40 61 

ACTACTGTTATCAGTAATGCTAAATGTGTAATAATGTAACATGATTTCCCTCCACACAAAGCACAAT 4128 

TT AAAAACAATCCTT ACTAAGTAGGTGATGAGTTTGACAGTTTTTGACATTTATATTAAAT AACATG 4195 

TTTCTCTATAAAGTATGGTAATAGCTTTAGTGAATTAAATTTAGTTGAGCATAGAGAACAAAGTAAA 42 62 

AGTAGTGTTGTCCAGGAAGTCAGAATTTTTAACTGTACTGAATAGGTTCCCCAATCCATCGTATTAA 4329 

AAAACAATTAACTGCCCTCTGAAATAATGGGATTAGAAACAAACAAAACTCTTAAGTCCTAAAAGTT 439 6 



CTCAATGTAGAGGCATAAACCTGTGCTGAACATAACTTCTCATGTATATTACCCAATGGAAAATATA 4463 

ATGATCAGCGCANAAAGACTGGATTTGCAGAAGTTNTTTTTTTTTTTTCTTCTTGCCTGATGAAAGC 4530 

TTTGGCGACCCCAATATATGTATTTTTTGAATCTATGAACCTGAAAAGGGTCACAAAGGATGCCCAG 4597 

ACATCAGCCTCCTTCTTTCACCCCTTACCCCAAAGAGAAAGAGTTTGAAACTCGAGACCATAAAGAT 4664 

ATTCTTTAGTGGAGGCTGGAAGTGCATTAGCCTGATCCTCAGTTCTCAAATGTGTGTGGCAGCCAGG 4731 

TAGACTAGTACCTGGGTTTCCATCCTTGAGATTCTGAAGTATGAAGTCTGAGGGAAACCAGAGTCTG 4798 

TATTTTTCTAAACTCCCTGGCTGTTCTGATCGGCCAGGTTTCGGAAACACTGACTTAGGTTTCAGGA 4865 

AGTTGCCATGGGAAACAAATAATTTGAACTTTGGAACAGGGTTCTTAAGTTGGTGCGTCCTTCGGAT 4932 

GATAAATTTAGGAACCGAAGTCCAATCACTGTAAATTACGGTAGATCGATCGTTAACGCTGGAATTA 4 »99 

AATTGAAAGGTCAGAATCGACTCCGACTCTTTCGATTTCAAACCAAAACTGTCCAAAAGGTTTTCAT 5066 

TTCT ACG ATGAAGGGTGACATACCCCCTCTAACTTGAAAGGGGCAGAGGGCAG AAGAGCGGAGGGTG 5133 

AGGTATGGGGCGGTTCCTTTCCGTACATGTTTTTAATACGTTAAGTCACAAGGTTCAGAGACACATT 5200 

GGTCGAGTCACAAAACCACCTTTTTTGTAAAATTCAAAATGACTATTAAACTCCAATCTACCCTCCT 52 67 

ACTTAACAGTGTAGATAGGTGTGACAGTTTGTCCAACCACACCCAAGTAACCGT AAGAAACGTTATG 5334 

ACGAATT AACGACTATGGTATACTTACTTTGTACCCGACACTAATGACGTTAGTGACACGATAGCCG 5401 

TCTACTACGAAACCTTCTACGTCTTCGTTATTATTTCATGAACTGATGGATGACCACATTAGAGTTA 54 68 

CGTTCGGGGTTGAAAGAATAGGTTGAAAAAGTATCATTCACGCTTCTGACTCGGTCTAACCGGTTAA 5535 

TTTTTCTTTTGGACTGATCCAAGACATCTCGGTTAATCTGAACTTTATGCAAACACAAAGATCTTAG 5602 

TGTCGAGTTCGTAAGACAAATAGCGAGTGAGAGGGAACATGTCGGAATAAAACAACCACGAAACGTA 5669 

AAACTATAACGACACTCGGAACGTACTGTAGTACTCCGGCCTACTTTGAAGAGTCAGGTCGTCAAAG 5736 

GTCAGGATTGTTTACGAGGGTGGACTTAAACATATACTGACGTAAACACCCACACACACACAAAAGT 5803 

CGTTT AAGGTCTAAACAAAGGAAAACCGGAGGACGTTTCAGAGGTCTTCTTTTAAACGGTTAGAAAG . 5870 

GATGAAAGATAAAAATACTACTGTTAGTTTCGGCCGGACTCTTTGTGATAAACACTGAAAAATTTGC 5937 

TAATCACTACAGGAATTTTACACCAGACGGTTAGACATGTTTTACCAGGATAAAAACACTTCTCCCT 6004 
GT ATTCTATTTTACT ACAAT ATGT AGTTAT ACATAT AT ACAT AAAGAT AT ATCTGAACCTCTTATGA 6071 
CGGTTTTGTAAATACTGTTCGACATAGTGACGGAAGCAAATATAAAAAAATTGACACTATTAGGGGT 6138 
GTCCGTGTAATTGACAACGTGAAAACTTACAGGTTTTAAATATAAAATCTTTATTATTTTTCTTTCT 6205 
ATGAATGTACAAGGGTTTTGTTACCACACCACTTACACACTCTTTTTGATTGAACTATCCCAGATGG 6272 
TTATGTTTTACATAATGCTTACGGGGACAAGTACAAAAACAAAATTTTGCACATTTACTTCTAGAAA 6339 



TATAAAGTTATTTACTATATATTAAATTTCCTTAAG 



